the results from all of the samples tested. * After aCGH had been carried out, a portion of the remaining cells from each embryo were fixed and analyzed using FISH. This took place on either day-4, day-5 or day-6 post fertilization. The chromosomes tested were limited to those that aCGH had previously indicated to be abnormal (first round of FISH) followed by chromosomes 13, 16, 18, 21 and 22 (second round of FISH). After addition of the first set of FISH probes, the slides were coded in order to prevent the cytogeneticist from knowing which embryo (or indeed which chromosome) was being assessed. Results were later decoded by an independent scientist, revealing the chromosome(s) analyzed and the embryo from which the cells had been derived.
Gain
The following exclusions were applied: 1) Embryos with <5 cells yielding FISH results were not considered further and do not appear in the table. The accuracy of FISH applied to a single cell is questionable and consequently it was considered necessary to have FISH results from multiple cells in order to obtain a reliable assessment for each chromosome. In some cases relatively few cells were available for re-analysis, despite testing at the blastocyst stage, as other pieces of the embryo had been removed for other unrelated research purposes; 2) Embryos with mosaicism for the chromosomes tested using FISH were excluded. Mosaicism was defined as two or more cells having a different number of FISH signals compared to the other cells of the same embryo. This measure was intended to eliminate embryos with appreciable levels of mosaicism that might give aCGH and FISH results which were discordant, not due to technical error, but rather due to variation in the karyotype of individual cells. The purpose of this study was to evaluate the technical accuracy of aCGH and not to assess biological sources of error such as mosaicism. Embryos with single discordant cells possibly due to a FISH error or in some cases true low-level mosaicism were still included; 3) Tetraploid cells were not considered in this data-set, since the presence of such cells in embryos is hypothesized to be a normal feature of preimplantation development.
